We updated a database of microsatellite marker polymorphisms found in inbred strains of the mouse, most of which were derived from the wild stocks of four Mus musculus subspecies, M. m. domesticus, M. m. musculus, M. m.castaneus and M. m. molossinus. The major aim of constructing this database was to establish the genetic status of these inbred strains as resources for linkage analysis and positional cloning. The inbred strains incorporated in our database are A/J, C57BL/6J, CBA/J, DBA/2J, SM/J, SWR/J, 129Sv/J, MSM/Ms, JF1/Ms, CAST/Ei, NC/Nga, BLG2/Ms, NJL/Ms, PGN2/Ms, SK/CamEi and SWN/ Ms, which have not or have only been poorly incorporated in the Whitehead Institute/MIT (WI/MIT) microsatellite database. The number of polymorphic microsatellite loci incorporated in our database is over 1,000 in all strains, and the URL site for our database is located at http:// www.shigen.nig.ac.jp /mouse/mmdbj/mouse.html. Key words: database, microsatellite, mouse [1, 3, 4, 14] , and to generate congenic and consomic strains of mice [13, 14] . Recently, the first phase of the mouse genome sequencing project was completed [17] . With the reports of the DNA sequence of the mouse genome, very precise map positions of the Japan Microsatellite marker polymorphisms are valuable for high-resolution mapping as the initial stage to identify mutant genes of interest by positional cloning [2] , to carry out genome-wide surveys for quantitative trait loci (QTL) mapping as a part of complex trait analyses
Microsatellite marker polymorphisms are valuable for high-resolution mapping as the initial stage to identify mutant genes of interest by positional cloning [2] , to carry out genome-wide surveys for quantitative trait loci (QTL) mapping as a part of complex trait analyses microsatellite loci are now available for most of the mouse chromosomes [5] . To apply the linkage-mapping data of microsatellites to the mouse genome, large-scale molecular genetic surveys and quantifiable sources for genetic variation in the microsatellite loci between inbred strains are needed. Genetic similarities among inbred strains based on microsatellite variations have been reported [6, 10, 11] . In particular, the MIT/ Whitehead Institute database, which contains data for over 9,000 microsatellite markers, is available on the web [6] . However, these comprehensive studies of microsatellite variation are available for less than 10% of mouse inbred strains.
In our previous study, we reported a database, which complements the WI/MIT database [8] . The major aim for constructing our database was to accumulate data on genetic variations of microsatellite loci in Japanese wild mice-derived inbred strains, MSM and JF1. Moreover, this database includes the microsatellite variation data for six other inbred strains, A/J, C57BL/6J, SM/J, SWR/J, 129/svJ and PGN2, all of which have been widely and successfully used for linkage analysis, positional cloning and/or confirmation of the degree of chromosome fixation during the breeding of consomic and recombinant inbred strains [9, 15, 16] .
To develop this database, we decided to select eight other new strains analyzing polymorphic mictosatellite loci. The selected strains, CBA/J, DBA/2J, NC/Nga, CAST/Ei, SK/CamEi, NJL/Ms, BLG2/Ms and SWN/ Ms, were chosen for the following reasons: 1) CBA/J is the most commonly used strain for hearing research in mice [18] ; 2) DBA/2J is one of the progenitor strains for large-scale mouse mutagenesis in Japan (RIKEN Genome Science Center) [7] ; 3) NC/Nga has recently been established as a mouse model for human atopic dermatitis [10] ; 4) CAST/Ei has shown a high degree of polymorphism in microsatellite loci compared to laboratory strains, is fully fertile, and is used worldwide as a partner strain for linkage analysis; 5) SK/ CamEi is an inbred strain established from pure wild stock of M. m. domesticus and will be useful for comparing genetic characteristics between the subspecies and common laboratory inbred strains . Genomic DNA of other strains was purchased from the DNA Resource Center, The Jackson Laboratory, Bar Harbor, ME. PCR conditions were published previously and can be obtained at MMDBJ. PCR products were loaded on 4% agarose gels (3% NuSieve agarose and 1% agarose), and then the products with different dyes were pooled and separated on an ABI PRISM 377-96 DNA sequencer using a size standard in every lane. Analysis was done with GeneScan version 3.1 and Genotyper version 2.1 (Applied Biosystems, Foster City, CA.).
Size variations of 1,226 microsatellite loci were analyzed among the 8 inbred strains both by electrophoresis on agarose gels and by DNA sequence analysis. Of 1,226 primer sets tested, only one set failed to amplify any DNA fragments in all of the 8 inbred strains. Additionally, 17, 18, 21 and 21 sets also failed to amplify any fragments in the NJL/Ms, BLG2, SWN/Ms and CAST/Ei, respectively. All of these results are incorporated in our database (Fig. 1) . Almost the same percentages were obtained among six common inbred strains (41.4%), and this rate of variant alleles is comparable to that found between other inbred laboratory mouse strains (Table 1) [5, 8] . We found that 95.8% of primer sets showed polymorphisms with size variations after PCR (PCR-SSLP) between the CAST/Ei and common inbred strains. A comparison of the M. m. domesticus-derived strain and the common inbred strain showed an unexpectedly high polymorphism rate (82.8%). The average distances between each neighboring locus with size variations were calculated to be 1.2 cM. On the other hand, 95.3% of microsatellite loci were polymorphic between the M. m. musculusderived strain and common inbred strains, and the average distance was calculated to be 1.2 cM. In conclusion, we incorporated the data for the 8 new inbred strains with our previous data (8 inbred strains). These data will be useful for clarifying the genetic backgrounds of the 16 inbred strains as well as linkage The main window for all information available for a search of a single chromosome. Names of the strains compared are indicated by their colors in the Table. 47.7 ± 5.8 1.6 ± 1.9 79.6 ± 0.2 1.4 ± 1.8 96.0 ± 0.02 1.2 ± 1.4 94.9 ± 0.03 1.2 ± 1.4 97.1 ± 0.01 1.2 ± 1.4 5 53 1.6 34.6 ± 5.4 2.3 ± 3.8 77.4 ± 0.1 2.0 ± 3.3 95.7 ± 0.02 1.7 ± 2.9 95.6 ± 0.02 1.7 ± 2.9 93.4 ± 0.02 1.7 ± 3.5 6 64 1 46.3 ± 6.4 1.4 ± 1.8 86.9 ± 0.1 1.2 ± 1.5 97.3 ± 0.02 1.0 ± 1.3 96.7 ± 0.02 1.1 ± 1.3 97.7 ± 0.02 1.0 ± 1.2 7 48 1.5 34.5 ± 5.2 2.0 ± 2.3 82.0 ± 0.1 1.7 ± 2.0 94.6 ± 0.03 1.5 ± 1.6 93.2 ± 0.05 1.5 ± 1.8 95.1 ± 0.04 1.5 ± 1.6 8 49 1.6 29.2 ± 7.2 2.6 ± 3.0 80.7 ± 0.0 1.7 ± 1.5 85.9 ± 0.02 1.6 ± 1.4 78.4 ± 0.06 1.8 ± 1.7 88.6 ± 0.01 1.6 ± 1. 
